tag. Each titration shows evidence of non-specific binding to DNA at higher protein concentrations, typical of MBDs. We excluded these latter data points from the fit and normalized the data to 1.0. In addition, binding to methylated (mCpG) and unmethyated (CpG) DNA was measured for the full intrinsically disordered region, TRX-MBD2(IDR), that lacks the MBD. As expected, the IDR does not bind DNA in isolation. (B) 15 NH residual dipolar couplings ( 1 D NH ) were measured for MBD2 MBD+IDR bound to methylated DNA and (C) fit to the known structure of the MBD2 MBD . 
